Tail posterior probability for inference in pairwise and multiclass gene expression data.
We consider the problem of identifying differentially expressed genes in microarray data in a Bayesian framework with a noninformative prior distribution on the parameter quantifying differential expression. We introduce a new rule, tail posterior probability, based on the posterior distribution of the standardized difference, to identify genes differentially expressed between two conditions, and we derive a frequentist estimator of the false discovery rate associated with this rule. We compare it to other Bayesian rules in the considered settings. We show how the tail posterior probability can be extended to testing a compound null hypothesis against a class of specific alternatives in multiclass data.